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Abstract
Roseovarius sp. PS-C2 is a bacterium that was isolated from Sekinchan Beach in Selangor, Malaysia, using an ex situ
cultivation technique. Here, we present a high-quality annotated draft genome of strain PS-C2 and suggest potential
applications of this bacterium. Copyright © 2021 Radzlin et al. This is an open-access article distributed under the terms of
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